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<210> 1 

<211> 1260 

<212> DNA 

<213> Homo sapiens 



<400> 1 

cttctgccat ctctctcctc ctttttcttc agccacaggc tcccagacat gacagccatc 60 

atcaaagaga tcgttagcag aaacaaaagg agatatcaag aggatggatt cgacttagac 120 

ttgacctata tttatccaaa tattattgct atgggatttc ctgcagaaag acttgaaggt 180 

gtatacagga acaatattga tgatgtagta aggtttttgg attcaaagca taaaaaccat 240 

tacaagatat acaatctatg tgctgagaga cattatgaca ccgccaaatt taactgcaga 300 

gttgcacagt atccttttga agaccataac ccaccacagc tagaacttat caaacccttc 360 

tgtgaagatc ttgaccaatg gctaagtgaa gatgacaatc atgttgcagc aattcactgt 420 

aaagctggaa agggacggac tggtgtaatg atttgtgcat atttattgca tcggggcaaa 4 80 

tttttaaagg cacaagaggc cctagatttt tatggggaag taaggaccag agacaaaaag 540 

ggagtcacaa ttcccagtca gaggcgctat gtatattatt atagctacct gctaaaaaat 600 

cacctggatt acagacccgt ggcactgctg tttcacaaga tgatgtttga aactattcca 660 

atgttcagtg gcggaacttg caatcctcag tttgtggtct gccagctaaa ggtgaagata 720 

tattcctcca attcaggacc cacgcggcgg gaggacaagt tcatgtactt tgagttccct 780 

cagccattgc ctgtgtgtgg tgatatcaaa gtagagttct tccacaaaca gaacaagatg 840 

ctcaaaaagg acaaaatgtt tcacttttgg gtaaatacgt tcttcatacc aggaccagag 900 

gaaacctcag aaaaagtgga aaatggaagt ctttgtgatc aggaaatcga tagcatttgc 960 

agtatagagc gtgcagataa tgacaaggag tatcttgtac tcaccctaac aaaaaacgat 1020 

cttgacaaag caaacaaaga caaggccaac cgatacttct ctccaaattt taaggtgaaa 1080 

ctatacttta caaaaacagt agaggagcca tcaaatccag aggctagcag ttcaacttct 1140 

gtgactccag atgttagtga caatgaacct gatcattata gatattctga caccactgac 1200 

tctgatccag agaatgaacc ttttgatgaa gatcagcatt cacaaattac aaaagtctga 1260 



<210> 2 
<211> 403 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Thr Ala lie lie Lys Glu lie Val Ser Arg Asn Lys Arg Arg Tyr 
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<210> 3 
<211> 9 
<212> PRT 

<213> Homo sapiens 
<400> 3 

Asp Leu Asp Leu Thr Tyr lie Tyr Pro 



<210> 4 
<211> 4 
<212> PRT 



<213> Homo sapiens 



<220> 

<221> misc_f eature 

<222> (2) . , . (3) 

<223> Xaa = Any amino acid 



<400> 4 
Tyr Xaa Xaa Pro 
1 



<210> 

<211> 

<212> 
<213> 

<400> 5 
Tyr Phe Ser Pro Asn 
1 5 
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<210> 6 
<211> 6 
<212> PRT 

<213> Homo sapiens 

<400> 6 
Tyr Leu Val Leu Thr Leu 
1 5 



<210> 7 
<211> 4 
<212> PRT 

<213> Homo sapiens 



<400> 7 
Tyr Ser Tyr Leu 
1 



<210> 8 
<211> 7 
<212> PRT 

<213> Homo sapiens 

<400> 8 
Tyr Arg Asn Asn lie Asp Asp 
1 5 



<210> 9 
<211> 7 
<212> PRT 

<213> Homo sapiens 

<400> 9 
His Cys Lys Ala Gly Lys Arg 
1 5 



<210> 10 
<211> 6 
<212> PRT 



<213> Homo sapiens 



<400> 10 
Asp His Asn Pro Pro Gin 
1 5 



<210> 11 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<400> 11 

His- Phe- Trp— Val- Asn-^Thr ._Phe Phe lie 
1 5 



<210> 12 
<211> 13 
<212> PRT 

<213> Homo sapiens 
<400> 12 

Thr Leu Thr Lys Asn Asp Leu Asp Phe Thr Lys Thr Val 
15 10 



<210> 13 
<211> 12 
<212> PRT 

<213> Homo sapiens 
<400> 13 

Gly Asp lie Lys Val Glu Phe Phe Thr Lys Thr Val 
15 10 



<210> 14 

<211> 14 

<212> PRT 

<213> Homo sapiens 

<400> 14 

Asp Lys Ala Asn Lys Asp Lys Ala Asn Phe Thr Lys Thr Val 
1 5 10 
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<210> 16 

<211> 8 

<212> PRT 

<213> Homo sapiens 

<400> 16 
Arg Tyr Ser Asp Thr Thr Asp Ser 
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<210> 17 
<211> 11 
<212> PRT 

<213> Homo sapiens 
<400> 17 

Lys Gly Val Thr lie Pro Ser Gin Arg Arg Tyr 
15 10 



<210> 18 

<2ri>~7 -- 

<212> PRT 

<213> Homo sapiens 

<400> 18 
His Thr Gin lie Thr Lys Val 
1 5 



<210> 19 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 19 

gggtccacat gacagccatc atcaaagag 29 



<210> 20 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 20 

ggtctagatc agacttttgt aatttgtga 29 



<210> 21 
<211> 4 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> misc_feature 

<222> (2) ... (3) 

<223> Xaa = Any amino acid 



<400> 21 
Tyr Xaa Xaa Met 
1 



<210> 22 
<211> 1260 
<212> DNA 



<213> Homo sapiens 



<400> 22 

gaagacggta gagagaggag gaaaaagaag tcggtgtccg agggtctgta ctgtcggtag 60 

tagtttctct agcaatcgtc tttgttttcc tctatagttc tcctacctaa gctgaatctg 120 

aactggatat aaataggttt ataataacga taccctaaag gacgtctttc tgaacttcca 180 

catatgtcct tgttataact actacatcat tccaaaaacc taagtttcgt atttttggta 240 

atgttctata tgttagatac acgactctct gtaatactgt ggcggtttaa attgacgtct 300 

caacgtgtca taggaaaact tctggtattg ggtggtgtcg atcttgaata gtttgggaag 360 

acacttctag aactggttac cgattcactt ctactgttag tacaacgtcg ttaagtgaca 420 

tttcgacctt tccctgcctg accacattac taaac'acgta taaataacgt agccccgttt 480 

aaaaatttcc gtgttctccg ggatctaaaa ataccccttc attcctggtc tctgtttttc 540 

cctcagtgtt aagggtcagt ctccgcgata catataataa tatcgatgga cgatttttta 600 

gtggacctaa tgtctgggca ccgtgacgac aaagtgttct actacaaact ttgataaggt 660 

■tacaagtcac cgccttgaac -gt.taggagtc-_aaacaccaga -cgg.t.cga.ttt_ccacttctat. . _7_2Q 

ataaggaggt taagtcctgg gtgcgccgcc ctcctgttca agtacatgaa actcaaggga 780 

gtcggtaacg gacacacacc actatagttt catctcaaga aggtgtttgt cttgttctac 840 

gagtttttcc tgttttacaa agtgaaaacc catttatgca agaagtatgg tcctggtctc 900 

ctttggagtc tttttcacct tttaccttca gaaacactag tcctttagct atcgtaaacg 960 

tcatatctcg cacgtctatt actgttcctc atagaacatg agtgggattg ttttttgcta 1020 

gaactgtttc gtttgtttct gttccggttg gctatgaaga gaggtttaaa attccacttt 1080 

gatatgaaat gtttttgtca tctcctcggt agtttaggtc tccgatcgtc aagttgaaga 1140 

cactgaggtc tacaatcact gttacttgga ctagtaatat ctataagact gtggtgactg 1200 

agactaggtc tcttacttgg aaaactactt ctagtcgtaa gtgtttaatg ttttcagacg 1260 



